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In this article, [1] figure 2 was generated using the pretty
output of the GCG software suite. Residues in agreement
with the consensus appear as -, whilst gaps are shown as
dots.
Because of inaccurate settings in the software when gener-
ating the figure originally published, however, Y vs F and
W vs R differences between individual sequences and the
consensus were ignored, and therefore appeared as -. Such
errors occurred at 9 different positions (14, 21, 22, 46, 55,
74 107, 116, 302) of the alignment, and are corrected
here.
These mistakes only concerned this figure, and had no
influence on the trees shown on Fig. 3 or on any of the
other results and conclusions of this paper.
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Alignment of RT1-E2 protein sequences deduced from the cDNA sequences summarised in Table 1 with those of other rat  class I sequences Figure 1
Alignment of RT1-E2 protein sequences deduced from the cDNA sequences summarised in Table 1 with those of other rat class I 
sequences. For E2ba (acc. AJ537439), the translated sequence ends prematurely because of a frameshift at the start of exon 5 
(see text). The line E2ba* shows the notional downstream translation of the cDNA sequence if this frameshift was not present. 
In the sequences from which the RT1-E2g (acc. AJ243338) sequence was compiled (p57, p4.4, p4.6), underlined residues corre-
spond to positions that differ from all the other RT1-E2 sequences, and could therefore be due to either PCR mutations or 
true allelic differences. Others accession numbers are as follows: E2bu: AJ537420, E2bl: AJ537417, E2an (deduced from 
genomic): AJ315490, E2al: AJ276126, E2cl: AJ537418, E2dl: AJ537419, E2dc: AJ537441, Eav1: AJ537440, Eu: AJ306619, Al: L26224, 
Aa: M31018, Au: X82106. Alignment of the corresponding DNA sequences is available as supplementary data or upon request 
http://atn@cict.fr.
1                                                                                               90
H2-D
b -p--m---e- -------e-- -y-s-----n k----f---- ---------p ---q------ -re--ka--q -qw------- --------a-
H2-Q7 -q---q---- ---------- w--s-----d -q---f---- ----m----- ---q------ -re---a--- -q---g---t aqs-----k-
H2-Q8/9 -p-------- ---w---v-- ---------d kq--f----- ----m----- ---q------ -re--ka--- -q-------t aqs-----k-
HLA-A2 ----m---f- s-----r--- ---a-----d -q--f----- asq-m----p -i-q------ dge-rn--a- sqth--d-gt -r-------a
HLA-G ----m---sa ------r--- ---am----d -q--f----s ac--m----p -v-q------ -ee-rnt-a- aqtd-mn-qt -r-------a
E2b
av1                                                    --- ---------- ---------- ---------- ----------
E2b
u ---------- -------r-- ---------- ---------- ---------- ---------- ---------- ---------- ----------
E2b
l ---------- -------r-- ---------- ---------- ---------- ---------- ---------- ---------- ----------
E2a
n ---------- ---------- ---------- ---------- ---------- ---------- ---------- ---------- ----------
E2a
l ---------- -------r-- --v------- ---------- ------q--- ---------- ---------- ---------- ----------
E2c
l ---------- -------r-- ---------- ---------- ---------- ---------- ---------- ---------- ----------
E2c
g(p57) ---------- -------r-- ---------- ---------- ---------- ---------- ---------- ---------- ----------
E2d
g(4.4) ---------- -------r-- ---------- ---------- ------l--- ---------- ---------- ---------- ----------
E2d
g(4.6) ---------- ---------- ---------- ---------- ---------- ---------- ---------- ---------- ----------
E2d
c ---------- -------r-- ---------- ---------- ---------- ---------- ---------- ---------- ----------
E2d
l ---------- -------r-- ---------- ---------- ---------- ---------- ---------- ---------- ----------
E
av1 ---------- -l-------- ---s-----d ---------- ----m----- --g------- -re-gka--n -qvy--n--t ----------
E
u --------di t--------- ---s-----d ---------- ----fk--v- ---------- -ri-r-a-es -qiy--g--t -r--------
A
l ----m---di ---------- -y-s------ -----f---- ---------p -------d-- -re--ka--n -qny------ -r--------
A
av1 --------y- ---------- ---a-----d -----f---- ----m----a ---------- ----r-a-ew -qiy--d--t -r--------
A
u --------l- ---------- ---a-----d ---------- ----m----- ---------- -re--ga--- -qvn--n--t -r--------
Cons GSHSLRYFHT AVSRPGLGEP RFIIVGYVDH TEFVRYDSDA ENPRYEPRAR WMEREGPEYW EQQTQIVKGH EWSFRVSLRN LLGYYNQSEG
￿ exon 2
91                                                                                             180
H2-D
b ------q--- --l---wr-l ---l-f--e- ----a----- ---t---m-- ---rr--e-s -aaeh----- --e-v---h- --kn-na--l
H2-Q7 ------w-y- ------gr-l ---l-f--e- ----a----- ---t-v-m-- ---rr--e-- -iaekdq--- --t-mqs-r- --ql-----l
H2-Q8/9 ------w-y- --v---er-l ---l-f--e- ----a----- ---t---m-- ----h--e-- -iaerdr--- --a-vqs-r- --qlr----l
HLA-A2 ----v-r-y- --v---wrfl ---h------ k---a-k--- rs-t---m-- -t-kh--ea- hvaeqlr--- --t-v---r- ---n-----q
HLA-G s-----w-i- --l---gr-l ---------- k--la----- rs-t---t-- --skr-cea- nvaeqrr--- --t-v---h- ---n---m-q
E2b
av1 ---------- ---------- ---------- ---------- ---------- ---------- ---------- ---------- ----------
E2b
u ---------- ---------- ---------- ---------- ---------- ---------- ---------- ---------- ----------
E2b
l ---------- ---------- ---------- ---------- ---------- ---------- ---------- ---------- ----------
E2a
n ---------- ------q--- ---------- ---------- ---------- ---------- ---------- ---------- ----------
E2a
l ---------- ---------- ---------- ---------- ---------- ---------- -------t-- ---------- ----------
E2c
l ---------- ---------- ---------- ---------- ---------- ---------- ---------- ---------- ----------
E2c
g(p57) ---------- ---------- ---------- ---------- ---------- ---------- ---------- ---------- ----------
E2d
g(4.4) ---------- ---------- ---------- ---------- ---------- ---------- ---------- ---------- ----------
E2d
g(4.6) ---------- ------q--- ---------- ---------- ---------- ---------- ---------- ---------- ----------
E2d
c ---------- ---------- ---------- ---------- ---------- ---------- ---------- ---------- ----------
E2d
l ---------- ---------- ---------- ---------- ---------- ---------- ---------- ---------- ----------
E
av1 ----i-r-f- -ev--egn-l ---m-f---- ----a----- ---t---f-- -k-r------ -taerlr-d- q-t-v---r- ----r----l
E
u ----i-rl-- -ev---gi-l -----f---- ----a----- ---a---f-- g--r--lerd --aerlr--- --e-v---r- ---lr----l
A
l ----i-r-y- --v-t-g--l ---r-d---- ----a----- ---t---f-- ---r----r- -vaerlr--- --t-v---r- ---------l
A
av1 ----i-e-y- --v---g--l ---r-d---- ----a----- ---t---f-- ---r---er- ryaerlr--- --t-v---s- ---l-----l
A
u ----i---f- --v-t-w--l ---r-d---- ----a----- ---t---f-- ---r--lerd -da------- --t---s-r- ---l---r-l
Cons GSHTLQVMSG CDMGSDRSLR RGYEQYAYDG RDYISLNEDL KTWSAADLAA QITLNKWDQA GELDYYKAYL EGPCLEWLLR YLEHGKETLM
￿ exon 3
            181                                                                                            270
H2-D
b -t-s------ h---sk-e-- ---------- ---------- --e------- ---------- ---------- ---------r -y--------
H2-Q7 -t-------- h---sy-a-- ---------- ---------- --e------- ---------- ---------- ---------h -n--------
H2-Q8/9 ct----t--- h--isy-a-- ---------- v--------- --e----t-- ---------- -----a-m-- f-e------h -h--------
HLA-A2 -t-a--t-m- h-avsdhea- ------s--- -e------rd ---q---t-- ---------- -----a---- s-q--r---h -q-----k--
HLA-G -a----t--- h--vfdyea- ---------- -e-i----rd ---q---v-- ---------- -----a---- s-e--r---h -q--------
E2b
av1 ---------- ---------- ---------- ---------- e--------- ---------- ---------- ---------- -d--------
E2b
u ---------- ---------- ---------- ---------- e--------- ---------- ---------- ---------- ----------
E2b
l ---------- ---------- ---------- ---------- e--------- ---------- ---------- ---------- -d--------
E2a
n ---------- ---------- ---------- ---------- ---------- ---------- ---------- ---------- ----------
E2a
l ---------- ----h----- ---------- ---------- ---------- ---------- ---------- -----k---- ----------
E2c
l ---------- ---------- ---------- ---------- e--------- ---------- ---------- p--------- ----------
E2c
g(p57) ---------- ---------- ---------- ---------- e--------- ---------- ---------- p--------- ----------
E2d
g(4.4) -----e---- ---------- ---------- ---------- e--------- ---------- ---------- ---------- ----------
E2d
g(4.6) -----e---k ---------- ---------- ---------- ---------- ---------- ---------- ---------- ----------
E2d
c ---------- ---------- ---------- ---------- e--------- ---------- ---------- ---------r ----------
E2d
l ---------- ---------- ---------- ---------- e--------- ---------- ---------- ---------- ----------
E
av1 ---------- ---------- ---------- ---------- ---------- ---------- -----a---- ---------- ----------
E
u --e------- --s------- ---------- ---f---l-- ---------- ---------- ---------- ---------h ----------
A
l -l-------- ---------- ---------- ---s-s---- ---------- ---------- ---------- ---------r ----------
A
av1 -----e---- ---------- ---------- ---------- ---------- ---------- ---------- ---------r -------k--
A
u -----e---- ---------- ---------- ---------- ---------- ---------- ---------- ---------- ----------
Cons RSDPPKAHVT LHPRPEGDVT LRCWALGFYP ADITLTWQLN GEDLTQDMEL VETRPAGDGT FQKWASVVVP LGKEQNYTCL VEHEGLPEPL
￿ exon 4
271                                                                                        356
 H2-D
b ----....ep pps-dsymvi -avlg-lgam aiiga--af- mkrrrn.... ......---- -----l---s q--...em-- r----*
 H2-Q7 ----grw.ep ppy-vs-mat iavvvdlgav aiiga--af- mnrr*
 H2-Q8/9 ----....ep ppy-vs-mat iaivvdlgav aiiga--af- mnrrggqggd capapa*
 HLA-A2 ----....ep s-qptipivg i-a-l-lfg- -itga--a-- mwrrkssdr. .........- --s-sq-ass --a-g----- ta--v*
 HLA-G  m---....kq s-lptipi-g iva-l-vla- -vtgaa-a-- lwrkkssd*
 E2b
av1 ----gsslhq lqhgnvcysw ncdhhcsygh hcscsrh*
 E2b
av1*     ------ -----...-- ---------- ---------- ---------- -.....---- .---t----- ---------- -----*
 E2b
u ---------- -----...-- ---------- ---------- ---------- -.....---- .---t----- ---------- -----*
 E2b
l ---------- -----...-- ---------- ---------- ---------- -.....---- .---t----- ---------- -----*
 E2a
n -f-------- -----...-- ---------- ---------- ---------- -------s-- .-v-t----- ---------- -----*
 E2a
l ----...... .......... .......... .......... .......... ..-----s-- .-v-t----- ---------- -----*
 E2c
l ---------- -----...-- ---------- ---------- ---------- -.....---e ---------- --c------- -----*
 E2c
g(p57) ---------- -----...-- ---------- ---------- ---------- -.....---- ---------- --c------- -----*
 E2d
g(4.4) ---------- -----...-- ---------- ---------- ---------- -.....---- ---------- --c------- -----*
 E2d
g(4.6) ---------- -----...-- ---------- l--------- ---------- -.....---- --------.. .......... ....-*
 E2d
c ---------- -----...-- ---------- ---------- ---------- -.....---t ---------- ---------- -----*
 E2d
l -----s---- -----...-- ---------- ---------- ---------- -.....---t ---------- ---------- -----*
 E
av1 -f-------a -----...-- ------a-.. .......... -gp------- -.....---- ----t----- ---k---l-- -v---*
 E
u -----g---a -----...-- ------a--- -----aa--f -gp------- -------s-- ----t----- ---------- -----*
 A
l -q---psl-- d--metyviy -v--a-a--- av.--aa-va ...---r-rk rn....---t ---------- ---------- -----*
 A
av1 sq---ps--- d--mettviy ----a-am-g av---gamva ...---r-.k rn....---- ---------- ---------- -----*
 A
u sq---ps--- ---met-viy -v--a..--g tl---gi-va ...-----r. rn....---- .--------- ---------- -----*
 Cons TLRWEAPPST NSNTG-N-MS VILGTVTIIA VMAIIVVVAV IRTVVRKRWI KTAFLLTGGK GGDYAPAPGR DSSQSSDVSL PDCKA-
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